Figs. S1 to S19 Tables S1 to S3 Captions for databases S1 to S4
4 Fig. S2 . Amino acid alignment of OsGID1, which interacts with GA4. An alignment of entire amino acid sequences is presented in SI Appendix, Dataset S1. The alignment includes monocot GID1s from rice (Os) and barley (Hv); eudicot GID1s from A. thaliana (At) and tomato (Sl); gymnosperm GID1s from Picea sitchenesis (Ps), and Pinus taeda (Pt); fern GID1s from L. japonica (Lj); lycophyte GID1s from S. moellendorffii (Sm); and GID1-like CXEs from P. patents (PpGID1L-1 and PpGID1L-2), S. moellendorffii (SmGID1L-1), AtCXE18, and OsCXE14. The six replaced residues are indicated in red in SI Appendix, Dataset S1. Scale bars indicate 5 cm.
7 24 Table S1 . Branch models of B-type GID1s. ω, dN/dS rations for clades indicated in Fig. 4A . Four branch models shown in SI Appendix, Table S1 were compared. df, degrees of freedom; 2ΔlnL, likelihood ratio test statistic. Table S3 . Primers used in the present study.
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